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The strain Leuconostoc inhae KCTC 3774, known to be present in kimchi (7, 8) contigs >100 base pairs (bp) in size; 63 of which were > 10,000 bp. Open reading frames 1 7
(ORFs), predicted using the Glimmer 3.02 modeling software package (5) and RNAmmer 1.2 1 8
(9), were searched using Clusters of Orthologous Groups (COG) databases (12). The draft 1 9
genome sequence was also uploaded into the RAST (Rapid Annotation using Subsystem 2 0
Technology) server to check the annotated sequences and screen for non-coding rRNAs and 2 1
tRNAs. All the data mining steps mentioned were carried out automatically with our rational 2 2 database driven tools written in python scripts.
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The percentage of GC content in all contigs was 36%. The predicted proteins were 
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Nucleotide sequence accession numbers 1 8
The draft genome sequence of Leuconostoc inhae KCTC 3774 is available in GenBank under 1 9 the accession number AEMJ00000000.
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